Background and methods
MicroRNAs (MIRs) are emerging as important regulators of gene expression through posttranscriptional control. We have developed powerful bioinformatic and biologic tools for detecting new MIRs in the whole human genome (Nature Genetics in press). These tools, were applied to the study of MIRs in several viral species including HIV.
Results
Comparing infected and non-infected cells we have revealed differential expression of several host MIRs, as well as the increased expression of some predicted viral MIRs. Several of the upregulated host MIRs have binding sites on 3' UTRs of mRNAs that play a central role in HIV infection and its life cycle. Experiments are underway to determine the role of these MIRs in the regulation of the predicted target genes and thus their involvement in viral infection. Some of the virally encoded MIRs are associated with genes known to play a central role in viral replication and latncy, and are therefore under intense study. Retrovirology 2005, 2(Suppl 1):S149 doi:10.1186/1742-4690-2-S1-S149 <supplement> <title> <p>2005 International Meeting of The Institute of Human Virology</p> </title> <note>Meeting abstracts -A single PDF containing all abstracts in this Supplement is available here. [link 'here' using 'a href' to: <url>http://www.biomedcentral.com/content/pdf/1742-4690-2-S1-full.pdf</url>]</note> </supplement>
